Supplementary Fig. 2. Gene expression profile of cytokine-cytokine receptor interaction pathway. (A) Annotation of gene families involved in the cytokine-cytokine receptor interaction pathway. (B) Heatmap representing log2-transformed fold changes of 64 DEiGs belonging to the cytokine-cytokine receptor interaction pathway. The hierarchical clustering was performed with Euclidean distance matrix by the hclust function implemented in stat package in R. P values were calculated using Mann-Whitney U test and adjusted P values (FDR) were shown.

DEiG = differentially expressed immune gene, MILD = mild/moderate, SEVERE = severe/critical, HC = healthy controls, CCL = C-C motif chemokine ligand, CXCL = C-X-C motif chemokine ligand.
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